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SEQUENCE LISTING 
<110> Delaney, Allen 

<120> Cancer Associated Protein Phosphatases and their 
uses 

<130> KINE-040PRV 

<140> unknown 
<141> 

<160> 12 

<170> FastSEQ for Windows Version 4.0 

<210> 1 

<211> 1520 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (0) . . . (0) 

<223> MKPX polynucleotide 

<400> 1 

ggcacgaggc cgagcctagt gcctcccacg cccggcggcc gcgagccggg gtccgcgagg 
gcggagtggg gcgcggcagc caggaacccg actacgaatc ccagggtgcg ggcgggcgga 
gcgaggaggg acgctgggcc tgcccggtgc gcacgggggc ggggaccggc aaggcgggac 
catttcccgg cataggctcc ggtgcccctg cccggctccc gccgggaagt tctaggccgc 
cgcacagaaa gccctgccct ccacgccggg tctctggagc gccctgggtt gcccggccgg 
tccctgccgc tgacttgttg acactgcgag cactcagtcc ctcccgcgcg cctcctcccc 
gcccgccccg ccgctcctcc tccctgtaac atgccatagt gcgcctgcga ccacacggcc 
ggggcgctag cgttcgcctt cagccaccat ggggaatggg atgaacaaga tcctgcccgg 
cctgtacatc ggcaacttca aagatgccag agacgcggaa caattgagca agaacaaggt 
gacacatatt ctgtctgtcc atgatagtgc caggcctatg ttggagggag ttaaatacct 
gtgcatccca gcagcggatt caccatctca aaacctgaca agacatttca aagaaagtat 
taaattcatt cacgagtgcc ggctccgcgg tgagagctgc cttgtacact gcctggccgg 
ggtctccagg agcgtgacac tggtgatcgc atacatcatg accgtcactg actttggctg 
ggaggatgcc ctgcacaccg tgcgtgctgg gagatcctgt gccaacccca acgtgggctt 
ccagagacag ctccaggagt ttgagaagca tgaggtccat cagtatcggc agtggctgaa 
ggaagaatat ggagagagcc ctttgcagga tgcagaagaa gccaaaaaca ttctggccgc 
tccaggaatt ctgaagttct gggcctttct cagaagactg taatgtacct gaagtttctg 
aaatattgca aacccacaga gtttaggctg gtgctgccaa aaagaaaagc aacatagagt 
ttaagtatcc agtagtgatt tgtaaacttg tttttcattt gaagctgaat atatacgtag 
tcatgtttat gttgagaact aaggatattc tttagcaaga gaaaatattt tccccttatc 
cccactgctg tggaggtttc tgtacctcgc ttggatgcct gtaaggatcc cgggagcctt 
gccgcactgc cttgtgggtg gcttggcgct cgtgattgct tcctgtgaac gcctcccaag 
gacgagccca gtgtagttgt gtggcgtgaa ctctgcccgt gtgttctcaa attccccagc 
ttgggaaata gcccttggtg tgggttttat ctctggtttg tgttctccgt ggtggaattg 
accgaaagct ctatgttttc gttaataaag ggcaacttag ccaagtttaa aaaaaaaaaa 
aaaaaaaaaa aaaaaaaaaa 



<210> 2 
<211> 184 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1520 
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<212> PRT 

<213> Homo sapiens 

<220> 

<221> UNSURE 

<222> (0) . . . (0) 

<223> MKPX polypeptide 



<400> 2 



Met 


Glv 


Asn 


Glv 


Met Asn Lys lie Leu 


Pro Gly Leu Tyr He 


Gly 


Asn 


1 






5 


10 


15 




Phe 


Lys 


Asd 


Ala 


Arg Asp Ala Glu Gin 


Leu Ser Lys Asn Lys 


Val 


Thr 






20 


25 


30 






His 


lie 


Leu 


Ser 


Val His Asp Ser Ala 


Arg Pro Met Leu Glu 


Gly 


Val 






35 




40 


45 






Lys 


Tyr 


Leu 


Cys 


He Pro Ala Ala Asp 


Ser Pro Ser Gin Asn 


Leu 


Thr 


50 






55 


60 






Arg 


His 


Phe 


Lys 


Glu Ser He Lys Phe 


He His Glu Cys Arg 


Leu 


Arg 


65 






70 


75 




80 


Gly 


Glu 


Ser 


Cys 


Leu Val His Cys Leu 


Ala Gly Val Ser Arg 


Ser 


Val 






85 


90 


95 




Thr 


Leu 


Val 


lie 


Ala Tyr He Met Thr 


Val Thr Asp Phe Gly 


Trp 


Glu 








100 


105 


110 






Asp 


Ala 


Leu 


His 


Thr Val Arg Ala Gly 


Arg Ser Cys Ala Asn 


Pro 


Asn 




115 




120 


125 






Val 


Gly 


Phe 


Gin 


Arg Gin Leu Gin Glu 


Phe Glu Lys His Glu 


Val 


His 




130 






135 


140 






Gin 


Tyr 


Arg 


Gin 


Trp Leu Lys Glu Glu 


Tyr Gly Glu Ser Pro 


Leu 


Gin 


145 




150 


155 




160 


Asp 


Ala 


Glu 


Glu 


Ala Lys Asn He Leu 


Ala Ala Pro Gly He 


Leu 


Lys 








165 


170 


175 




Phe 


Trp 


Ala 


Phe 


Leu Arg Arg Leu 









180 



<210> 3 

<211> 2916 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> mis cofeature 

<222> (0) . . . (0) 

<223> PTP4A1 polynucleotide 

<400> 3 

aagggcgcct cggcgcgtgt attggctcct tcggctgcgg gccggctcgc ctacgcgctc 60 
tgctccgagc cgctcactgc atggtagagt ctggtgcccc cgccgccgcc tgcatcgccg 120 
ccaccgccgc tccgccacga ccaccgccgc ctccttgtcc tgcagccacc gccaccgcct 180 
gtgtcgccgc cgctcgggac cggctgtatg attaggccac aatcttcaat gagtaaacat 240 
attcctcaat tctgtggtgt tcttggtcac acatttatgg agtttctgaa gggcagtgga 300 
gattactgcc aggcacagca cgacctctat gcagacaagt gaactgtaga aactgattac 360 
tgctccacca agaagccccc ataagagtgg ttatcctgga cacagaagtg ttgaaatcca 420 
cagagcattt tacaagagtt ctgacctgga tggggtaaac ctcagtgcac ttcttttctg 480 
ttggcctcag tattactgga ttgaagaatt gctgcttctt gttaggaggt tcatttcact 540 
tatcattact tacaacttca tactcaaagc actgagaatt tcaagtggag tatattgaag 600 
tagacttcag tttctttgga tcatttctgt attcaatttt tttaattatt tcataaccct 660 
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attgagtgtt ttttaactaa attaacatgg 
tcacatacaa gaacatgaga tttcttatta 
aatttataga ggaacttaag aagtatggag 
cttatgacac tactcttgtg gagaaagaag 
atggtgcacc accatccaac cagattgttg 
ttcgtgaaga acctggttgt tgtattgctg 
cagtacttgt tgccctagca ttaattgaag 
tcataagaca aaagcggcgt ggagctttta 
atcgtcctaa aatgcggctg cgtttcaaag 
ttcaataaaa ttggggtgcc taatgctact 
gttatacata ttagccaaca tgttggctta 
tgaaaggcag ttttaccagg cctcaagcta 
acagtcaacc tatttggata cttggcaaaa 
tgtcatttgt atcaattgac ctttccccaa 
atctattccc atgccagaat cttatcaata 
aatacccagc acaatacttg tatattttta 
atgaacacta gaccttatgt ggtttattcc 
ctacatggtt atttggctgc tcactttatg 
gtcaggtttg gttaaccatt gatttttttt 
tacgtgtttc catgtatctc actttgtgct 
acgttgtaca gaagcacatg tctttaatgt 
atgtttgcac tctgaggtgc aacttaacag 
tattaattat ttttagcaaa atgttgcctt 
ttaatttagt aaaatatttt tttaaaaggt 
tcctgaaatt cttgtaattt ttttcccata 
ttgtttgaaa gtgtgatttt ttttttcctt 
tttctgctaa tgaattgagc agacatctaa 
ttaatatttg gatacttgac aatttgtttt 
ttaatgttag ttcaaccata tatttatact 
gagaaataat tttgtcagtg ttcaccagct 
ctaaataaat aatgacatgc atttatcatc 
ttttgtagaa gacaaaatga attgcacttc 
taaatgaagg attataaatg atgtcagcat 
ggtcattcat gaaaacttta atactaaaag 
agataatttt gaaccaattt attattgtgt 
agccttggtt tgtaaagctc agctccacta 
agttctctcc tttgcaaatt aataattaca 
atattagtat ctggctacat gatggccatg 



ctcgaatgaa ccgcccagct cctgtggaag 720 
cacacaatcc aaccaatgcg accttaaaca 780 
ttaccacaat agtaagagta tgtgaagcaa 840 
gtatccatgt tcttgattgg ccttttgatg 900 
atgactggtt aagtcttgtg aaaattaagt 960 
ttcattgcgt tgcaggcctt gggagagctc 1020 
gtggaatgaa atacgaagat gcagtacaat 1080 
acagcaagca acttctgtat ttggagaagt 1140 
attccaacgg tcatagaaac aactgttgca 1200 
ggaagtggaa cttgagatag ggcctaattt 1260 
gtaagtctaa tgaagcttcc ataggagtat 1320 
gacagatttg gcaacctctg tatttgggtt 1380 
gattcttgct gtcagcatat aaaatgtgct 1440 
atcatgcagt attgagttat gacttgttaa 1500 
cataagaaat ttaggaagat taggtgccaa 1560 
gtaccataca gaagtaaaat cccaggaact 1620 
ttcagtcatt tcaaacattg aaagtagggc 1680 
tttacatctc ccacattcat accaatatac 1740 
tttttttacc aagtcttaca gtgattattt 1800 
gtattaaaaa aacctccatt ttgaaaatct 1860 
cttcagacaa aaaagcctta cattaattta 1920 
ggagggcctg agaaaagaat gggagggggc 1980 
tgtcttgtgc aaacatgtag aatatgctct 2040 
agagatgctt tgttattgta atcataaact 2100 
cttatcagaa gtgtgtttac caacttattc 2160 
cccaacctct cttgcaaaaa aagaaatggg 2220 
tattttatat gccttttgga gctgggtaac 2280 
attatgtaat tgataaaatg gtgatgtgta 2340 
gtctggggat gtgtggttat agttctgtgg 2400 
tgtaaaaact tagtgcgaga gctgaaacat 2460 
attgagattg gtttgcttaa aattaactta 2520 
acttaatgtg tgtcctcatc tttttacaaa 2580 
tttagtaaac ttatagacaa aatttgttag 2640 
cactttccat tatatacttt ttaaaggtct 2700 
actgaggaga aataatgtat agtagaggac 2760 
gttcatggtt tggtgcaact tctgagcctc 2820 
tacctgccta gatttcggaa attaatctaa 2880 
tcaagt 2916 



<210> 4 

<211> 173 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> UNSURE 
<222> (0) . . . (0) 

<223> PTP4A1 polypeptide sequence 
<400> 4 

Met ala Arg Met Asn Arg Pro Ala Pro Val Glu Val Thr Tyr Lys Asn 

15 10 15 

Met Arg Phe Leu lie Thr His Asn Pro Thr Asn Ala Thr Leu Asn Lys 

20 25 30 

Phe lie Glu Glu Leu Lys Lys Tyr Gly Val Thr Thr He Val Arg Val 
35 40 45 
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Cys 


Glu 


Ala Thr 


Tyr Asp 


Thr 


Thr 




50 






55 




Val 


Leu 


Asp Trp 


Pro Phe 


Asp 


Asp 


65 






70 






Val 


Asp 


Asp Trp 


Leu Ser 


Leu 


Val 








85 






Gly 


Cys 


Cys lie 


Ala Val 


His 


Cys 






100 








Val 


Leu 


Val Ala 


Leu Ala 


Leu 


He 






115 






120 


Ala 


Val 


Gin Phe 


lie Arg 


Gin 


Lys 




130 






135 




Gin 


Leu 


Leu Tyr 


Leu Glu 


Lys 


Tyr 


145 






150 






Lys 


Asp 


Ser Asn 


Gly His 


Arg 


Asn 








165 







Leu Val 


Glu Lys 
60 


Glu 


Gly 


He 


His 


Gly Ala 


Pro Pro 


Ser 


Asn 


Gin 


He 


75 








80 . 


Lys He 


Lys Phe 


Arg 


Glu 


Glu 


Pro 


90 








QC 
73 




Val Ala 


Gly Leu 


Gly 


Arg 


Ala 


Pro 


105 






110 






Glu Gly 


Gly Met 


Lys 
125 


Tyr 


Glu 


Asp 


Arg Arg 


Gly Ala 
140 


Phe 


Asn 


Ser 


Lys 


Arg Pro 


Lys Met 


Arg 


Leu 


Arg 


Phe 


155 








160 


Asn Cys 


Cys He 


Gin 









170 



<210> 5 

<211> 2759 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 
<222> (0)...(0) 

<223> PTPN7 polynucleotide sequence 

ggcacgaggc aagaggcagc ctgggggcca cagctgcttc agcagacctc atggctgagt 60 
gagcctcccc tgggcccagc accccacctc agcatggtcc aagccatggg gggcgctcca 120 
gagcacagcc gttgaccttg tctttggggg cagccatgac ccagcctccg cctgaaaaaa 180 
cgccagccaa gaagcatgtg cgactgcagg agaggcgggg ctccaatgtg gctctgatgc 240 
tggacgttcg gtccctgggg gccgtagaac ccatctgctc tgtgaacaca ccccgggagg 300 
tcaccctaca ctttctgcgc actgctggac acccccttac ccgctgggcc -cttcagcgcc 360 
agccacccag ccccaagcaa ctggaagaag aattcttgaa gatcccttca aactttgtca 420 
gccccgaaga cctggacatc cctggccacg cctccaagga ccgatacaag accaccttgc 480 
caaatcccca gagccgtgtc tgtctaggcc gggcacagag ccaggaggac ggagattaca 540 
tcaatgccaa ctacatccga ggctatgacg ggaaggagaa ggtctacatt gccacccagg 600 
gccccatgcc caacactgtg tcggacttct gggagatggt gtggcaagag gaagtgtccc 660 
tcattgtcat gctcactcag ctccgagagg gcaaggagaa atgtgtccac tactggccca 720 
cagaagagga aacctatgga cccttccaga tccgcatcca ggacatgaaa gagtgcccag 780 
aatacactgt gcggcacgtc accatccagt accaggaaga gcgccggtca gtaaagcaca 840 
tcctcttttc ggcctggcca gaccatcaga caccagaatc agctgggccc ctgctgcgcc 900 
tagtggcaga ggtggaggag agcccggaga cagccgccca ccccgggcct atcgtagtcc 960 
actgcagtgc agggattggc cggacgggct gcttcatcgc cacgcgaatt ggctgtcaac 1020 
agctgaaagc ccgaggagaa gtggacattc tgggtattgt gtgccaactg cggctagaca 1080 
gaggggggat gatccagacg gcagagcagt accagttcct gcaccacact ttggccctgt 1140 
atgcaggcca gctgcctgag gaacccagcc cctgacccct gccaccctcc ggtggcccag 1200 
gtgcctacct ccctcaagcc tgggaaggtg ggtctgggga aagtgggccg agtgatctgg 1260 
gggtaccctt gggttggtgt ggggaaggag tgcctcctta gtggtgcttg acagtcacag 1320 
gaagcagcag cagtaaggac aaggggccgg attcaggtct tcaaccactg gccactcctc 1380 
?tgcct?cc? ctgttggccc cagatggaca gtaaggggaa cctccaatgt ctctctgaac 1440 
ttaaagacag gagctggcat ttatgacaga caaagaaaga agcccaggtg tcctggtgtt 1500 
ctctgagaca ctctttgtga tcttcagttt cctgttctat aacatgaaca taagtgctta 1560 
gctgccatga gggaaaagta atgagagaag ttctagaagc cactccagcc actccttcct 1620 
ggggctgaca aaagggtgat tccaagatca tccttcaccc gaggtcctgc ccaagcacag 1680 



4 



WO 03/083102 



PCT/CA03/00393 



gccagatgca agaatgggga aaagtctggt 
tgactctgcc tccctgacca cacatcggaa 
caaggactct ggttaccctt gcctccaccc 
ccaggcctgg cagttgaaat ctctggaaga 
gaggagctgc tcctgcctcc atggttgctg 
taagcagtct ctgttttgac cttccatggc 
ccttgcattt gctgagtaca cctagagagc 
aaccatccat gcagacatgg aggctcggct 
gaatgagcac ccctcatcca tctcagcatc 
ctcaggactg aaccgccaca cctcaggatt 
attctgagat ggggatgaag gtaagatgcc 
ccttgatacc agctctctgt ggaaaccccc 
tcctcactca ggacttctct cctgaagaac 
taatgcttct gcttggagtc tcttatggag 
gacttcccac acctccacct cccctgagcc 
caatgaggct cggtgggggg ctctcaagtg 
agggaagcaa ctgacagccc cacaggccct 
gagggtacaa gctccagaac agtaaccaag 



cctgatctcc aagtctcaac atcctatcag 1740 
gggcctggat gacccaatca aaagaaagaa 1800 
atgtgtcata agagtaggct acagaggtga 1860 
gggaacatgt ggggactact cagaggcaaa 1920 
gccactccca ccaactactc ttagggaggc 1980 
tcaataatac ctggatgcag gaccactata 2040 
ttggctgttt ccaaaaacaa tcagggtcat 2100 
gaaccaggac tcctcactgt ctacctgaga 2160 
aacacaattt ccaggggacc tcaggtctac 2220 
cctcctcctt gaatctgaga ctggctgccc 2280 
gcatcaccag cacgccgccc ctgacagctg 2340 
gaggagttgg atctggagaa cagctgggcc 2400 
acgcagtgct aaaactgagg atgatttccc 2460 
gagctgctcc ttccttacag cttggggatg 2520 
ctgagccctg tgagaggacg actgtctatg 2580 
cctgatcctg cctggctcag aggcagccag 2640 
ccctggcact gtccccatct cagagctcag 2700 
tgggaaaata aagacttctt ggatgactg 2759 



<210> 6 
<211> 339 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> UNSURE 
<222> (0) . . . (0) 

<223> PTPN7 polypeptide sequence 
<400> 6 

Met Thr Gin Pro Pro Pro Glu Lys Thr Pro Ala Lys Lys His Val Arg 

1 S • 10 i5 

Leu Gin Glu Arg Arg Gly Ser Asn Val Ala Leu Met Leu Asp Val Arg 

20 25 30 

Ser Leu Gly Ala Val Glu Pro He Cys Ser Val Asn Thr Pro Arg Glu 

35 40 45 

Val Thr Leu His Phe Leu Arg Thr Ala Gly His Pro Leu Thr Arg Trp 

50 55 60 

Ala Leu Gin Arg Gin Pro Pro Ser Pro Lys Gin Leu Glu Glu Glu Phe 
65 70 75 B0 

Leu Lys He Pro Ser Asn Phe Val Ser Pro Glu Asp Leu Asp He Pro 

85 90 95 

Gly His Ala Ser Lys Asp Arg Tyr Lys Thr He Leu Pro Asn Pro Gin 

100 105 HO 

Ser Arg Val Cys Leu Gly Arg Ala Gin Ser Gin Glu Asp Gly Asp Tyr 

115 120 125 

He Asn Ala Asn Tyr He Arg Gly Tyr Asp Gly Lys Glu Lys Val Tyr 

130 135 I 40 

He Ala Thr Gin Gly Pro Met Pro Asn Thr Val Ser Asp Phe Trp Glu 
145 150 155 16° 

Met Val Trp Gin Glu Glu Val Ser Leu He Val Met Leu Thr Gin Leu 

165 I 70 175 

Arg Glu Gly Lys Glu Lys Cys Val His Tyr Trp Pro Thr Glu Glu Glu 

180 185 190 

Thr Tyr Gly Pro Phe Gin He Arg He Gin Asp Met Lys Glu Cys Pro 
195 200 205 




WO 03/083102 



Glu Tyr 


Thr Val 


Arg 


His Val 


210 






215 


Ser Val 


Lys His 


lie 


Leu Phe 


225 






230 


Ul U. OCA 


Ala Gly 


Pro 


Leu Leu 






245 




Pro Glu 


Thr Ala 


Ala 


His Pro 




260 






Gly He 


Gly Arg 


Thr 


Gly Cys 




275 






Gin Leu 


Lys Ala 


Arg 


Gly Glu 


290 






295 


Leu Arg 


Leu Asp 


Arg 


Gly Gly 


305 






310 


Phe Leu 


His His 


Thr 


Leu Ala 






325 




Pro Ser 


Pro 
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Thr He 


Gin 


Tyr Gin 


Glu 


Glu Arg Arg 






220 






Ser Ala 


Trp 


Pro Asp 


His 


Gin Thr Pro 




235 




240 


Arg Leu 


Val 


Ala Glu 


Val 


Glu Glu Ser 


250 






255 


Gly Pro 


He 


Val Val 


His 


Cys Ser Ala 


265 








270 


Phe He 


Ala 


Thr Arg 


lie 


Gly Cys Gin 


280 






285 




Val Asp 


He 


Leu Gly 


He 


Val Cys Gin 






300 






Met He 


Gin 


Thr Ala 


Glu 


Gin Tyr Gin 






315 




320 


Leu Tyr 


Ala 


Gly Gin 


Leu 


Pro Glu Glu 


330 






335 



<210> 7 

<211> 3960 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (0) . . . (0) 

<223> FEM-2 polynucleotide 

<400> 7 

ggacacggag ccgcgaggag acagctgagg 
accctcttgc cctggcctag ctgcaggccc 
cccacagaag agcagcccaa tggccagtgg 
gctcctgcaa gacttcccag ccctgctgaa 
agggacggtg ctcagccagg aggaggtgga 
tctgggcagc aggaaggccc cgccaccact 
acagctgcta cagacagacc tttccgaatt 
ggaggaggac gatgacgagg aggaaaaggc 
ggcacagagt ttctttaacc gcctttggga 
attggctgcc cgggcctcac agcggcagtg 
tcgccgcaag atggaggacc ggcacgtgtc 
gtctgaccct gtgaaccgcg cctactttgc 
tgcgaggtac gccgctgtcc acgtgcacac 
agaccctgag ggagccctca gagaagcctt 
agccaagcga gagcggctgc agagcggcac 
gaccctgcac gtcgcctggc tcggggattc 
ggtgaagctg atggagccac acagaccaga 
attgggtggc tttgtgtctc acatggactg 
cagagccatc ggggatgtct tccagaagcc 
ccgggcgctg acgggctccg aggactacct 
cgtaccccac caggaagttg ttggcctggt 
cgggctccgt gtcgccgagg agctggtggc 
catcacggtc atggtggtct tcctcaggga 
gggagaaggg gacccccagg cagaagggag 
acctgagacc caggctccac caagaagcta 
ctcccatcct tgtccttctc tccctcagaa 



cccgcggaga ccagggggtg aagcctggag 60 
ccgggatgct ttgggcatgt cctctggagc 120 
agctgaggag accccaggct tcctggacac 180 
cccagaggac cctctgccat ggaaggcccc 240 
gggcgagctg gctgagctgg ccatgggctt 300 
tgctgctgct ctggcccacg aagcagtttc 360 
caggaagttg cccagggagg aagaagaaga 420 
ccctgtgacc ttgctggatg cccaaagcct 480 
agtcgccggc cagtggcaga agcaggtgcc 540 
gctggtctcc atccacgcca tccggaacac 600 
cctcccttcc ttcaaccagc tcttcggctt 660 
tgtgtttgat ggtcacggag gcgtggatgc 720 
caacgctgcc cgccagccag agctgcccac 780 
ccggcgcacc gaccagatgt ttctcaggaa 840 
cacaggtgtg tgtgcgctca ttgcaggagc 900 
ccaggtcatt ttggtacagc agggacaggt 960 
acggcaggat gagaaggcgc gcattgaagc 1020 
ctggagagtc aacgggaccc tggccgtctc 1080 
ctacgtgtct ggggaggccg atgcagcttc 1140 
gctgcttgcc tgtgatggct tctttgacgt 1200 
ccagagccac ctgaccaggc agcagggcag 1260 
tgcggcccgg gagcggggct cccacgacaa 1320 
cccccaagag ctgctggagg gcgggaacca 1380 
gaggcaggac ttgccctcca gccttccaga 1440 
ggtggtttcc aggcccctgc cctccccttc 1500 
gcctcaggac ccaacaggtg gcaggcagtg 1560 
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gacagggtgc ccgccccaca gtgctttccc cagcacccca gagccagtcg ggacaccccc 1620 
cgcagcccgt cctggtggct gtggaactgc actgggtggc gggcagatgg tggaaggcag 1680 
cttaggagac ctcaccaaag agaagatgga ccggctcttg ctcccagctc ctattaggcc 1740 
cggggtggga ccagaggtca taggtgccca acggcagcca aaccaaagac actggtgtgc 1800 
atggggcagc atggttgtgc acgtgggacc ctggggcgga cccaggagcc aaactcttga 1860 
agcaccccct gggtcaggcc cagcagcgga gtggccagcc ccagtttccc attgctcctc 1920 
tctgcggcca gggccaggtg ggttcatatt tacagatatg cccagccagt cctggtcggc 1980 
cacaccagtg tcccaaagag gagagcgcag cagagccagg ggtctgttct gtagcagcca 2040 
cccccctgcc cccactccag ggcagccatg atgtgcttgg cccaccaggg ccttccgggc 2100 
tgctctcttc cctgagcccg gaaccggcga cgcacatgtg tcttttgttg gtgtgtttgt 2160 
ttttttccag ggaggtctaa ttccgaagca gtattccagg ttttctcttt gttttatcag 2220 
tgccaagatg acctgttgtg tcatataatt taagcagagc ttagcattta ttttattctt 2280 
tagaaaactt aagtatttac ttttttaaag ctatttttca aggaaccttt ttttgcagta 2340 
ttattgaatt tattttctaa atcaggattg aaacaggaac ttttccaggt ggtgttaata 2400 
agccattcaa gtgccttaca cagctttgaa gaaactagga ctgcagtggg ctcggatagg 2460 
cccattgagg tttttagaaa agcaggattt gttttgttag ggaggcatga ttttggtgag 2520 
atctttctgg aagagttttc cgcctctttg tgatgctgaa cacccccaag gttctcccct 2580 
ccccccgctg cccaggtgac tggcaggagc tgcgactgcc acgtagtgtt gcctgggccc 2640 
gacagcgggg ctctgggcat cccgggtgac cttggcccat ctgcctgcat tcccaccccc 2700 
ttgggcctgg ctggatccca ggcagaggga ccttgctgct gtgtgattgg aacattccca 2760 
aatatcttgt gaatttgtaa tcaaattggt ctcattggga aagactctta attaagaggc 2820 
tcaggcaagc acagaggcag cccgtgggtc tctgtctcag tctggaggca gcagggatgc 2880 
tgctgggagt ccatggcaca ggccacagcc cctcaccttg ccgcggtggc tggcagcacg 2940 
cctgccttgc tctgccccat gccctgaaca ggcatgagag ctccacgtcc cctagtgcac 3000 
cctgagaggg ggctcacaag tgaccgatcc tgggtgcctc agggagctca ctgagggcgt 3060 
gcaaagttga aagtggcaag gctgggggag ggtgtcgggt agagggaaga gggcaggggg 3120 
ctaggggagg actcagaggc catctgcagg gccaagccac aggaagggct gagctggagg 3180 
tgggcagggc tgctccaggc aggtcagagc agtgcagggg gaggagagga gaaagggagg 3240 
aagctgggct gtgtggtccc catgaaggca ttcagagtcc acctgcagac agcgagagcc 3300 
ccaggaaggt ttgcacagct gtgccccaag caccttggcc tcctctcagc tcgccgagga 3360 
ggcacgctag agccgccttc ccggtgggag ccctctgtcc cacagggagc ggggagccag 3420 
ctttgctggg gccctacctg catgcccagc cttacccctc attctcacag cacagatgag 3480 
gttgagacca tgcagtcaat gcattgctta aggtctctta tttacaaaaa aaaaccttaa 3540 
acatagtcgc tgtcattcag acattcagag aatggttggc cacaaacaat gaccaagtat 3600 
tgcttggctt aacttgaagg cctgctgtct ccttctgggg gtcagggacg cagctccacc 3660 
ctcaccacta gcccaccctg cccgtgggca taaccttgac gaagagagag aatgattggc 3720 
atctgctttt ctcttttctt tgctaataat tctgttcctg gctgccgaga gtgaagtttc 3780 
accatgtgga ggtttggctc ctatcacctg gtggtctgat tcatacccta gcctgaggct 3840 
ccactggaag atctcgcagc ctcagtgtat gggaaaccct ttccccaggc ttgtcccagc 3900 
actgccgctc cccacccctg agccaggacc ccagaggatg gccatgcccc gtgcctggca 3960 



<210> 8 
<211> 454 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> UNSURE 
<222> (0) . . , (0) 

<223> FEM-2 polypeptide sequence 
<400> 8 

Met Ser Ser Gly Ala Pro Gin Lys Ser Ser Pro Met ala Ser Gly Ala 

15 10 15 

Glu Glu Thr Pro Gly Phe Leu Asp Thr Leu Leu Gin Asp Phe Pro Ala 
20 25 30 
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Leu Leu Asn Pro Glu Asp Pro Leu Pro Trp Lys Ala Pro Gly Thr Val 

35 40 45 

Leu Ser Gin Glu Glu Val Glu Gly Glu Leu Ala Glu Leu Ala Met Gly 

50 55 60 

Phe Leu Gly Ser Arg Lys Ala Pro Pro Pro Leu Ala Ala Ala Leu Ala 
65 70 75 80 

His Glu Ala Val Ser Gin Leu Leu Gin Thr Asp Leu Ser Glu Phe Arg 

85 90 95 

Lys Leu Pro Arg Glu Glu Glu Glu Glu Glu Glu Asp Asp Asp Glu Glu- 

100 105 HO 

Glu Lys Ala Pro Val Thr Leu Leu Asp Ala Gin Ser Leu Ala Gin Ser 

115 120 125 

Phe Phe Asn Arg Leu Trp Glu Val Ala Gly Gin Trp Gin Lys Gin Val 

130 135 140 

Pro Leu Ala Ala Arg Ala Ser Gin Arg Gin Trp Leu Val Ser He His 
145 150 155 160 

Ala He Arg Asn Thr Arg Arg Lys Met Glu Asp Arg His Val Ser Leu 

165 " 170 175 

Pro Ser Phe Asn Gin Leu Phe Gly Leu Ser Asp Pro Val Asn Arg Ala 

180 185 190 

Tyr Phe Ala Val Phe Asp Gly His Gly Gly Val Asp Ala Ala Arg Tyr 

195 200 205 

Ala Ala Val His Val His Thr Asn Ala Ala Arg Gin Pro Glu Leu Pro 

210 215 220 

Thr Asp Pro Glu Gly Ala Leu Arg Glu Ala Phe Arg Arg Thr Asp Gin 
225 230 235 240 

Met Phe Leu Arg Lys Ala Lys Arg Glu Arg Leu Gin Ser Gly Thr Thr 

245 250 255 

Gly Val Cys Ala Leu He Ala Gly Ala Thr Leu His Val Ala Trp Leu 

260 265 270 

Gly Asp Ser Gin Val He Leu Val Gin Gin Gly Gin Val Val Lys Leu 

275 280 285 

Met Glu Pro His Arg Pro Glu Arg Gin Asp Glu Lys Ala Arg He Glu 

290 295 300 

Ala Leu Gly Gly Phe Val Ser His Met Asp Cys Trp Arg Val Asn Gly 
305 * 310 315 320 

Thr Leu Ala Val Ser Arg Ala He Gly Asp Val Phe Gin Lys Pro Tyr 

325 330 335 

Val Ser Gly Glu Ala Asp Ala Ala Ser Arg Ala Leu Thr Gly Ser Glu 

340 345 350 

Asp Tyr Leu Leu Leu Ala Cys Asp Gly Phe Phe Asp Val Val Pro His 

355 360 365 

Gin Glu Val Val Gly Leu Val Gin Ser His Leu Thr Arg Gin Gin Gly 

370 375 380 

Ser Gly Leu Arg Val Ala Glu Glu Leu Val Ala Ala Ala Arg Glu Arg 
385 ^ 390 395 400 

Gly Ser His Asp Asn He Thr Val Met Val Val Phe Leu Arg Asp Pro 

405 410 415 

Gin Glu Leu Leu Glu Gly Gly Asn Gin Gly Glu Gly Asp Pro Gin Ala 

420 425 430 

Glu Gly Arg Arg Gin Asp Leu Pro Ser Ser Leu Pro Glu Pro Glu Thr 

435 440 445 

Gin Ala Pro Pro Arg Ser 
450 



<210> 9 
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<211> 2786 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 
<222> (0) . . . (0) 

<223> DKFZP566K0524 polynucleotide 
<400> 9 

tggacccaac tggcgaggct gctggggttg cagcgggaca gttggggcgg ccccgcaggc 60 
ccaggttttt gaaaataaag ttaattcaga gaaggtaaaa ctttctcttc ggaatttccc 120 
acataatgat tatgaggatg tttttgaaga gccttcagaa agtggcagtg atcccagcat 180 
gtggacagcc agaggcccct tcagaagaga caggtggagc agtgaggatg aggaggctgc 240 
agggccatca caggctctct cccctctact ttctgatacg cgcaaaattg tttctgaagg 300 
agaactagat cagttggctc agattcggcc attaatattc aattttcatg agcagacagc 360 
catcaaggat tgtttgaaaa tccttgagga aaaaacagca gcgtatgata tcatgcagga 420 
atttatggct ttagaactta agaatctgcc tggtgagttc tactctggga atcaaccaag 480 
caacagagaa aaaaacagat accgagatat tcttccatat gattcaacac gcgtt octet 540 
tggaaaaagc aaggactaca teaatgetag ttatattaga atagtcaatt gtggagaaga 600 
gtatttttat atcgctactc aaggaccact gctgagcacc atagatgact tttggcaaat 660 
ggtgttggaa aataattcaa atgttattgc catgataacc agagagatgg aaggtggaat 720 
tatcaaatgc taccattact ggcccatttc tctgaagaag ccattggaat tgaaacactt 780 
ccgtgtattc ctggagaact accagatact tcaatatttc atcattcgaa tgtttcaagt 840 
tgtggagaag tecaegggaa ctagtcactc tgtaaaacag ttgcagttca ccaagtggcc 900 
agaccatggc actcctgcct cagcagatag cttcataaaa tatattegtt atgcaaggaa 960 
gagccacctt acaggaccca tggttgttca ctgcagtgcc ggcataggee ggacaggggt 1020 
gttcctatgt gtggatgtcg tgttctgtgc categtaaag gactgttcat tcaacatcat 1080 
ggatatagtg geccaaatga gagaacaacg ttctggcatg gttcaaacga aggagcagta 1140 
tcacttttgt tacgatattg tgcttgaagt tetteggaaa cttctgactt tggattaaga 1200 
aagacttctg ttgcctctca cttgaaatta ccaagtgggt ttgcacctcc tcataaagaa 1260 
catgtttgca ctgtgctgaa gggctttget atgcatacaa tetgetttet tggtttatca 1320 
gtttattttc tttctaaaag ctccctgaag ggcaatatca tttggcttgg ggtgatcagt 1380 
gtttacttat tgatcttget agacaatatc aaaataactt cccacatttt ccagtgaaac 1440 
agatgttaca taaaacgatt gcagcttggc tatttggttg aagggattac agageccaat 1500 
aaaggattta aaatatattc attaagattt tatttggaaa ggtggctgga gagagctgag 1560 
gatttccagg actttgtaag ttcttattct gggagaacat aaggecaata atcatgacct 1620 
cttccaggca tttttaagac agatgtctat tcatgttctt tagctagagc ctgtactttt 1680 
tgctggcatt tgaataaccc agtttaaaaa gagtccagtt agggtggact aactttggac 1740 
acaaattggc ttccatttcc tacattttca tactgctgcc ttcctacagc tgctagacca 1800 
agacctgttg gtctgggaag catttcatgg atagggagag ctcctctcgg tgaacagtcc 1860 
aaaactaaaa tagatgttta tatagaaagc ccaagaggag atttttgeca tgcctgagtt 1920 
ctttcctatc ccaccctaac acttaacata ttacttagtc tgctttgtta aaagcaagta 1980 
ttacctttaa cttgcctctt actctttgcc ctttagctaa ctaataaagt ttgatatggg 2040 
cattattata taattctgag tcattcatgg tatctctcat gtttgatgta tttttcaaac 2100 
taagatctat gatagttttt ttttccagag ttccatcaaa tcatttattt cctttacttt 2160 
ctcacctctg ttgaaacatt tagaaactgg atttgggaac ccaattttgg aaaaccagat 2220 
tcatagtcat gaaaatggaa acttccatat tctgtttttg aaaagatgtg gecattatta 2280 
cagtaatttt attataggac tttgcctcgt acaattaata gtgatatttt ggacaaggag 2340 
ttctggtgac aagctatacc taattataag ctataaaaca atagatatga gtgtttgtac 2400 
agtttaactc aatggagatc agaatattct atgtattgag aaaatgttta atatcaatct 2460 
ataaatcttg aatttctaag aggcttattt tgttcttttg gctgaatgag tatatttgaa 2520 
ttggttgaat aattaataat tctcattgta aaaataatta tatgecaaaa atatatttga 2580 
tgttaaatca aatagatgat tctgtttaca ttgttcatat gaataataat ctgtgttaat 2640 
ttcattttga taattggcct ttaatatttg tatctctaat tttattttct ctctgttact 2700 
gtaaaataat agctataatg tataacaatt ttcttcagaa gaattctatg ctattattaa 2760 
aataaaatat ttactgaaaa aaaaaa 2786 
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<210> 10 

<211> 398 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> UNSURE 
<222> (0) . . . (0) 

<223> DKFZP566K0524 polypeptide * 
<400> 10 

Gly Pro Asn Trp Arg Gly Cys Trp Gly Cys Ser Gly Thr Val Gly Ala 

1 5 10 15 

Ala Pro Gin Ala Gin Val Phe Glu Asn Lys Val Asn Ser Glu Lys Val 

20 25 30 

Lys Leu Ser Leu Arg Asn Phe Pro His Asn Asp Tyr Glu Asp Val Phe 

35 40 45 

Glu Glu Pro Ser Glu Ser Gly Ser Asp Pro Ser Met Trp Thr Ala Arg 

50 55 60 

Gly Pro Phe Arg Arg Asp Arg Trp Ser Ser Glu Asp Glu Glu Ala Ala 
65 .70 75 80 

Gly Pro Ser Gin Ala Leu Ser Pro Leu Leu Ser Asp Thr Arg Lys He 

85 90 95 

Val Ser Glu Gly Glu Leu Asp Gin Leu Ala Gin He Arg Pro Leu lie 

100 105 HO 

Phe Asn Phe His Glu Gin Thr Ala He Lys Asp Cys Leu Lys He Leu 

115 120 125 

Glu Glu Lys Thr Ala Ala Tyr Asp He Met Gin Glu Phe Met ala Leu 

130 135 140 

Glu Leu Lys Asn Leu Pro Gly Glu Phe Tyr Ser Gly Asn Gin Pro Ser 
145 * 150 155 - 160 

Asn Arg Glu Lys Asn Arg Tyr Arg Asp He Leu Pro Tyr Asp Ser Thr 

165 170 175 

Arg Val Pro Leu Gly Lys Ser Lys Asp Tyr He Asn Ala Ser Tyr He 

180 185 190 

Arg He Val Asn Cys Gly Glu Glu Tyr Phe Tyr He Ala Thr Gin Gly 

195 " 200 205 

Pro Leu Leu Ser Thr He Asp Asp Phe Trp Gin Met Val Leu Glu Asn 

210 215 220 

Asn Ser Asn Val He Ala Met He Thr Arg Glu Met Glu Gly Gly He 
225 230 235 240 

He Lys Cys Tyr His Tyr Trp Pro He Ser Leu Lys Lys Pro Leu Glu 

245 250 255 

Leu Lys His Phe Arg Val Phe Leu Glu Asn Tyr Gin lie Leu Gin Tyr 

260 265 270 

Phe He He Arg Met Phe Gin Val Val Glu Lys Ser Thr Gly Thr Ser 

275 280 285 

His Ser Val Lys Gin Leu Gin Phe Thr Lys Trp Pro Asp His Gly Thr 

290 295 300 

Pro Ala Ser Ala Asp Ser Phe He Lys Tyr He Arg Tyr Ala Arg Lys 
305 310 315 320 

Ser His Leu Thr Gly Pro Met Val Val His Cys Ser Ala Gly He Gly 

325 330 335 

Arg Thr Gly Val Phe Leu Cys Val Asp Val Val Phe CyB Ala He Val 

340 345 350 

Lys Asp Cys Ser Phe Asn He Met Asp lie Val Ala Gin Met Arg Glu 
355 360 365 
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Gin Arg Ser Gly Met Val Gin Thr Lys Glu Gin Tyr His Phe Cys Tyr 

370 375 380 

Asp lie Val Leu Glu Val Leu Arg Lys Leu Leu Thr Leu Asp 
385 390 395 



<210> 11 
<211> 2226 
<212> DNA • - 
<213> Homo sapiens 



<220> 

<221> misc_feature 
<222> (0)...(0) 

<223> FLJ20313 nucleotide sequence 



<400> 11 

ctcctctgcg cttccgtgga gcctccaggc 
gctgcgcgcg tctccctgcc cacagcagcg 
cgccttctcg ggagccccca ctggctcggc 
aaccgaagat taaaaaactg gagccagtcc 
tcaattttgt gagaaaatgc attgcaacag 
tgatatgcag taacttcaaa atctccttta 
tccattacag aaaccttctt cttggtgaac 
ttgtcacagt aaacgaccac aagaggaagc 
aatttaatcc aacagagtta attatttatt 
ttgatgaatc aggtcccgaa agtgctaaaa 
agccaacaga cctccagcta ctctttgcat 
cagcaaacaa aattaatgga attccctcag 
atggagctgg tggtggcagc agccagaaaa 
acagagaaat caagaggaca ggtgcttccg 
acatgatatc cacttgcctt ccagaataca 
atctaaagat cttttcccat tcttttgttg 
actctaacgg cagtgctctt gtgcgaatgg 
agattgacca gaggatttgt aatgcaataa 
acaaatcaga tttggataag accttgccta 
aactgaagca gctatgcgtt aatgagcctt 
cactggaaaa tactcgatgg ttagaatatg 
ttgtatacat gctagaaagc aaacatctct 
acttgagctg ttgtgtagct tctcttgttc 
ttactggatt tcagagtctg atacagaagg 
acagatgcaa ccatctaaag agatcagaga 
atgccacctg gcagctgtta gaacaatatc 
tggcagtgtt gtatgacagc acccggatct 
ctcaccagcg agtgaagcaa agcacggtca 
attttccttc acgagtttga agtttctggt 
taagcagggt ctcaagccaa acttgaaacc 
tcgaaccaac aacagaagct gacaaatgcc 
cagctcttgt ggaccttcag gaagcctttc 
cggggtcttc agcctcagcc gtaaggccct 
aacctgagtt ctggccctgg tctgggaaaa 
gcctgagagt ccaggttgct aacctgtaaa 
tagtctcatt gtatgaggtg taacattttg 
aaagacatat gaattattct ggatttgttg 
aaaagt 
<210> 12 
<211> 451 



cgacccccgg gaactggagg accccaggag 60 
cggctgcctg attcccggcg ccgcgaaatg 120 
gaaaacttac tgacgataag atcaattcgg 180 
ttttgccagg agaaattgtc gtaaatgaag 240 
acacaagcca gtacgatttg tggggaaagc 300 
ttacagatga cccaatgcca ttacagaaat 360 
acgatgtccc tttaacatgt attgagcaaa 420 
agaaagtcct aggccccaac cagaaactga 480 
gtaaagattt cagaattgtc agatttcgct 540 
aggtatgcct tgcaatagct cattattccc 600 
ttgaatatgt tgggaaaaaa taccacaatt 660 
gagatggagg aggaggagga ggaggaggta 720 
ctccactctt tgaaacttac tcggattggg 780 
ggtggagagt ttgttctatt aacgagggtt 840 
ttgtagtgcc aagttcttta gcagaccaag 900 
ggagaaggat gccactctgg tgctggagcc 960 
ccctcatcaa agacgtgctg cagcagagga 1020 
ctaaaagtca cccacagaga agtgatgttt 1080 
atattcaaga agtacaagca gcatttgtaa 1140 
ttgaagaaac tgaagagaaa tggttatctt 1200 
taagggcatt ccttaagcat tcagcagaac 1260 
ctgtagtcct acaagaggag gaaggaagag 1320 
aagtgatgct ggatccctat tttaggacaa 1380 
agtgggtcat ggcaggatat cagtttctag 1440 
aagagtctcc tttatttttg ctattcttgg 1500 
ctgcagcttt tgagttctcc gaaacctacc 1560 
cactgtttgg caccttcctg ttcaactccc 1620 
gtaggataaa aagttgtaca aaacaagatt 1680 
cacaattcat tgatgtagag gatttatgac 1740 
attctgaacc aaagtgccat ttcacccacc 1800 
gtggagacca ttgagggaaa cagaaagggg 1860 
taggaagagg attgccctca tagtgagctc 1920 
gggctaggca gtgtgaccta gggagcggga 1980 
gtgctaggcc catgttccac tcaggcttca 2040 
atggatctgt caaactaaca cttatgcctt 2100 
taaactgtga atcattatgc aaattttcct 2160 
gtataaaaga caaaatacac tggtcaaaaa 2220 

2226 
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<212> PRT 

<213> Homo sapiens 
<220> 

<221> UNSURE 
<222> (0)..-(0) 

<223> FLJ20313 polypeptide sequence 

<400> 12 . . - 

Met Pro Leu Gin Lys Phe His Tyr Arg Asn Leu Leu Leu Gly Glu His 

1 5 10 15 

Asp Val Pro Leu Thr Cys lie Glu Gin He Val Thr Val Asn Asp His 

20 25 30 

Lys Arg Lys Gin Lys Val Leu Gly Pro Asn Gin Lys Leu Lys Phe Asn 

35 40 45 

Pro Thr Glu Leu He He Tyr Cys Lys Asp Phe Arg He Val Arg Phe 

50 55 60 

Arg Phe Asp Glu Ser Gly Pro Glu Ser Ala Lys Lys Val Cys Leu Ala 
65 70 75 80 

He Ala His Tyr Ser Gin Pro Thr Asp Leu Gin Leu Leu Phe Ala Phe 

85 90 95 

Glu Tyr Val Gly Lys Lys Tyr His Asn Ser Ala Asn Lys He Asn Gly 

100 105 HO 

He Pro Ser Gly Asp Gly Gly Gly Gly Gly Gly Gly Gly Asn Gly Ala 

115 120 125 

Gly Gly Gly Ser Ser Gin Lys Thr Pro Leu Phe Glu Thr Tyr Ser Asp 

130 135 140 

Trp Asp Arg Glu He Lys Arg Thr Gly Ala Ser Gly Trp Arg Val Cys 
145 " 150 155 160 

Ser He Asn Glu Gly Tyr Met lie Ser Thr Cys Leu Pro Glu Tyr He 

165 170 175 

Val Val Pro Ser Ser Leu Ala Asp Gin Asp Leu Lys He Phe Ser His 

1B0 1B5 190 

Ser Phe Val Gly Arg Arg Met Pro Leu Trp Cys Trp Ser His Ser Asn 

195 200 205 

Gly Ser Ala Leu Val Arg Met ala Leu He Lys Asp Val Leu Gin Gin 

210 215 220 

Arg Lys He Asp Gin Arg He Cys Asn Ala He Thr Lys Ser His Pro 
225 * 230 . 235 240 

Gin Arg Ser Asp Val Tyr Lys Ser Asp Leu Asp Lys Thr Leu Pro Asn 

245 250 255 

He Gin Glu Val Gin Ala Ala Phe Val Lys Leu Lys Gin Leu CyB Val 

260 265 270 

Asn Glu Pro Phe Glu Glu Thr Glu Glu Lys Trp Leu Ser Ser Leu Glu 

275 280 285 

Asn Thr Arg Trp Leu Glu Tyr Val Arg Ala Phe Leu Lys His Ser Ala 

290 295 300 

Glu Leu Val Tyr Met Leu Glu Ser Lys His Leu Ser Val Val Leu Gin 
305 310 315 320 

Glu Glu Glu Gly Arg Asp Leu Ser Cys Cys Val Ala Ser Leu Val Gin 

325 330 335 

Val Met Leu Asp Pro Tyr Phe Arg Thr He Thr Gly Phe Gin Ser Leu 

340 345 350 

He Gin Lys Glu Trp Val Met ala Gly Tyr Gin Phe Leu Asp Arg Cys 

355 360 365 

Asn His Leu Lys Arg Ser Glu Lys Glu Ser Pro Leu Phe Leu Leu Phe 
370 375 380 
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Leu Asp Ala Thr Trp Gin Leu Leu Glu Gin Tyr Pro Ala Ala Phe Glu 
385 390 395 400 

Phe Ser Glu Thr Tyr Leu Ala Val Leu Tyr Asp Ser Thr Arg He Ser 

405 410 415 

Leu Phe Gly Thr Phe Leu Phe Asn Ser Pro His Gin Arg Val Lys Gin 

420 425 430 

Ser Thr Val Ser Arg He Lys Ser Cys Thr Lys Gin Asp Tyr Phe Pro 

435 440 445 

Ser Arg Val _ . _ 



450 



